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Abstract
Computational neutralization fingerprinting, NFP, is an efficient and accurate method for
predicting the epitope specificities of polyclonal antibody responses to HIV-1 infection.
Here, we present next-generation NFP algorithms that substantially improve prediction
accuracy for individual donors and enable serologic analysis for entire cohorts. Specifically,
we developed algorithms for: (a) selection of optimized virus neutralization panels for NFP
analysis, (b) estimation of NFP prediction confidence for each serum sample, and (c) identi-
fication of sera with potentially novel epitope specificities. At the individual donor level, the
next-generation NFP algorithms particularly improved the ability to detect multiple epitope
specificities in a sample, as confirmed both for computationally simulated polyclonal sera
and for samples from HIV-infected donors. Specifically, the next-generation NFP algorithms
detected multiple specificities in twice as many samples of simulated sera. Further, unlike
the first-generation NFP, the new algorithms were able to detect both of the previously con-
firmed antibody specificities, VRC01-like and PG9-like, in donor CHAVI 0219. At the cohort
level, analysis of ~150 broadly neutralizing HIV-infected donor samples suggested a
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potential connection between clade of infection and types of elicited epitope specificities.
Most notably, while 10E8-like antibodies were observed in infections from different clades,
an enrichment of such antibodies was predicted for clade B samples. Ultimately, such large-
scale analyses of antibody responses to HIV-1 infection can help guide the design of epi-
tope-specific vaccines that are tailored to take into account the prevalence of infecting
clades within a specific geographic region. Overall, the next-generation NFP technology will
be an important tool for the analysis of broadly neutralizing polyclonal antibody responses
against HIV-1.
Author Summary
HIV-1 remains a significant global health threat, with no effective vaccine against the
virus currently available. Since traditional vaccine design efforts have had limited success,
much effort in recent years has focused on gaining a better understanding of the ways
select individuals are able to effectively neutralize the virus upon natural infection, and to
utilize that knowledge for the design of optimized vaccine candidates. Primary emphasis
has been placed on characterizing the antibody arm of the immune system, and specifi-
cally on antibodies capable of neutralizing the majority of circulating HIV-1 strains. Vari-
ous experimental techniques can be applied to map the epitope targets of these antibodies,
but more recently, the development of computational methods has provided an efficient
and accurate alternative for understanding the complex antibody responses to HIV-1 in a
given individual. Here, we present the next generation of this computational technology,
and show that these new methods have significantly improved accuracy and confidence,
and that they enable the interrogation of biologically important questions that can lead to
new insights for the design of an effective vaccine against HIV-1.
Introduction
The HIV-1 Env glycoprotein, the sole target of antibody responses on the surface of the virus,
exhibits extreme levels of sequence diversity [1–3], possibly explaining why antibodies capable
of broad and potent neutralization of the virus have been found to target only a small set of
conserved Env sites of vulnerability [1, 4]. A large number of broadly neutralizing HIV-1 anti-
bodies (bNAbs) have been isolated within the last decade [5–20] and have been shown to be
useful in preclinical studies of therapy and prevention [21–30]. Yet, no HIV-1 vaccine capable
of eliciting such bNAbs is currently available. With the limited success of traditional vaccinol-
ogy approaches, significant effort has been devoted to “rational” vaccine design based on
understanding and manipulating the interactions between bNAbs and HIV-1 [31–34]. The
identification and characterization of antibodies from infected or vaccinated individuals pro-
vides insights into the specifics of the antibody response against the virus [35–47] and can help
generate templates for antibody-specific vaccine design [48, 49]. A challenge to the field is that
neutralizing antibody responses to HIV-1 infection or vaccination are complex and difficult to
deconvolute, often comprised of diverse bNAb lineages targeting a variety of epitopes on Env
[4, 12, 18, 50]. Mapping the epitope specificities of polyclonal HIV-1 antibody responses there-
fore requires substantial effort. Standard epitope mapping methods include experimental tech-
niques such as binding competition with monoclonal antibodies, neutralization or binding of
Env variants containing epitope-specific knockout mutations, and neutralization blocking by
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epitope-specific antigens [9, 50–57]. These methods often fail to yield definitive answers, par-
ticularly when more than one specificity is targeted by the serum, or when the true epitope tar-
get has not yet been defined.
In addition to these experimental methods, mapping of antibody responses can be achieved
through computational analysis of the neutralization of diverse HIV-1 strains by serum or
plasma [4, 58]. Previously, we developed and validated the NFP (neutralization fingerprinting)
algorithm for delineating antibody specificities in polyclonal sera [4]. The NFP algorithm uses
a reference set of monoclonal antibody neutralization fingerprints (the potency pattern with
which an antibody neutralizes a set of HIV-1 strains) in order to estimate the relative contribu-
tion of different types of known antibody specificities to the neutralization by a given poly-
clonal serum [4] (S1A Fig). Since serum neutralization data is typically obtained in the very
first steps of serum characterization, algorithms like NFP can be substantially more efficient,
and may also present advantages and improved ability for detecting antibody specificities in
polyclonal sera, compared to standard methods [4]. NFP has been successfully used for map-
ping the antibody specificities in previously uncharacterized sera, for selecting donors for the
isolation of broad and potent HIV-1 neutralizing antibodies, and for analysis of the dominant
antibody specificities found during different stages of infection [1, 4, 12, 14, 35, 59].
Here, we present next-generation serum mapping algorithms that address some of the
major challenges for the NFP approach, substantially improving the accuracy of the computa-
tional predictions and enabling the exploration of new biological questions (Figs 1A and S1B).
Specifically, the next-generation NFP approach involves the following new algorithm develop-
ments (S1B Fig): First, we developed a method for simulating HIV-1 neutralization by poly-
clonal antibodies in order to circumvent the limited availability of serum neutralization data
from donors with well-defined specificities. Using the simulated neutralization as a quantita-
tive benchmark for algorithm performance, we further developed algorithms for optimizing
the selection of HIV-1 strains for virus neutralization assays, as well as for identifying sera with
potentially novel antibody specificities and for estimating the confidence in the computational
predictions for a given serum. The significance of these new NFP algorithm capabilities was
confirmed through analysis of both simulated and real donor sera. Finally, extending from the
analysis at the individual donor level, we developed algorithms that specifically enable poly-
clonal antibody analysis for entire cohorts. To confirm the utility of the next-generation NFP
algorithms, we performed cohort-level analysis of a diverse set of HIV-infected donors. Our
analysis suggested a potential connection between plasma clade and types of elicited antibody
specificities, and therefore has direct implications for the design of epitope-specific HIV-1 vac-
cines. Overall, the next-generation NFP technology provides a valuable resource for analysis of
broadly neutralizing antibody responses to HIV-1 infection.
Results
Generation of simulated sera
The ability to compare and evaluate the performance of computational algorithms requires the
development of quantitative benchmarks. In the case of NFP, success is determined by the ability
of the algorithms to delineate component antibody specificities in polyclonal sera. Real donor
sera, however, are not suitable as quantitative benchmarks because the actual antibody composi-
tion of a given polyclonal serum cannot be fully defined with current technologies, even for sera
with extensively characterized antibody specificities. An alternative solution would be to utilize
mixtures (or combinations) of monoclonal antibodies that can, to an approximation, serve as a
proxy for polyclonal serum analysis. First, we analyzed published data for combinations of 2, 3,
and 4 bNAbs with different epitope specificities [60], and applied the NFP algorithm to delineate
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Fig 1. Next-generation neutralization fingerprinting algorithms for analysis of polyclonal responses against HIV-1. (A) Schematic of
algorithm advances and applications. Large-scale simulations of polyclonal neutralization data were used as a benchmark for the development
of the different algorithm components: algorithms for improved confidence in the computational predictions, for selection of optimized virus
panels, and for prediction of potentially novel antibody specificities in a serum neutralization signal. Together, these algorithms build the
foundation for improving the NFP prediction accuracy at the individual level and enabling NFP analysis at the population (or cohort) level. (B)
Spearman correlation coefficients for simulated vs. experimentally determined neutralization data for combinations of antibody pairs.
Antibody names are colored according to the respective epitope-specific clusters from (C). (C) Large-scale simulation of polyclonal antibody
neutralization, represented as a heatmap based on neutralization potency (white-green-yellow-red).
doi:10.1371/journal.ppat.1006148.g001
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the component antibody specificities from the bNAb combination data (S2A Fig). For all but
one of the 21 combinations, including the two 4-bNAb combinations, the top-scoring NFP
predictions matched the actual component antibody specificities, suggesting that such mono-
clonal combination data could be used as a benchmark for the NFP algorithm optimization.
Since experimental data for bNAb combinations is limited, we developed a method for large-
scale simulation of polyclonal neutralization data (Figs 1B and 1C and S2B and S2C). Specifi-
cally, simulated sera were generated as pairwise bNAb combinations that mixed equal amounts
of an antibody representative from two of the ten epitope-specific antibody groups (see Materi-
als and Methods). The simulation method showed excellent agreement with experimental data
for a set of 11 pairwise bNAb combinations, with Spearman correlations between simulated and
experimentally determined neutralization data ranging from 0.88 to 0.98 (median of 0.97) (Figs
1B and S2B). Given these results, we proceeded to generate large-scale sets of simulated neutrali-
zation data for different pairwise bNAb combinations, to be used as a quantitative benchmark
for NFP algorithm evaluation (Figs 1C and S2C).
Identification of HIV-1 virus panels for improved NFP accuracy
Computational search for improved virus panels. Antibody neutralization data against
hundreds of HIV-1 viral variants is available for a large number of monoclonal antibodies [7,
9, 61, 62]. While serum neutralization data of such magnitude may also be possible to obtain
[63], in many cases limited serum sample availability necessitates the use of substantially
smaller virus panels [64]. In our previous work, the NFP algorithm utilized a panel of 21
diverse HIV-1 strains for which both monoclonal antibody and polyclonal serum neutraliza-
tion data were available, as a proof of principle for neutralization-based serum mapping [1, 4,
12, 35]. While this 21-strain panel has been successfully applied in a number of cases, we set
out to explore whether optimizing the composition and size of the virus panel can further
improve NFP prediction accuracy.
As a starting point for the computational analyses, we compiled neutralization data for a set
of monoclonal antibodies against ~200 viruses, and further curated the set of viruses (see Mate-
rials and Methods), in order to obtain a starting set of 132 viral strains representing diverse
HIV-1 clades (Fig 2A). Candidate virus panels were selected as subsets of the full 132-strain set.
For a given virus panel, we used the NFP algorithm to predict the prevalence of different anti-
body specificities in a set of 4,500 simulated sera. We then compared the predictions to the
actual antibody combinations in the simulated sera, in order to obtain the serum delineation
error (see Materials and Methods) for the given panel (Fig 2B).
Initially, as a way to evaluate different panel search methods, we focused on identifying
virus panels of size 20 (Fig 2C), since that size was deemed to balance between the computa-
tional benefit of increased data size and the practical requirement for reduced use of serum
samples [4]. As a first step, we generated 100,000 panels by randomly picking sets of 20 strains
from the full set of 132 strains. When evaluated on the test set of simulated sera, virtually all of
the top 5,000 randomly generated panels had lower average serum delineation error (greater
prediction accuracy) compared to the published 21-strain panel (with an average error of
0.13179). Moreover, 27 of these panels had greater prediction accuracy than the full 132-strain
panel (with an average serum delineation error of 0.11248), indicating that larger-size panels
are not necessarily optimal.
We next explored the hypothesis that optimizing the sequence diversity within a virus panel
could result in improved prediction accuracy. To that end, we used an implementation of the
A branch-and-bound algorithm [65] to enumerate virus panels with optimized sequence
diversity for either (a) the HIV-1 Env gp140 sequence or (b) only for residues that were part of
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known antibody epitopes (Materials and Methods). The top 5,000 virus panels from both
sequence-derived sets had substantially lower serum delineation errors compared to the pub-
lished 21-strain panel (Fig 2C). A number of randomly generated panels had lower serum
delineation errors than the best virus panels from the full gp140 sequence set, and the medians
of the top 5,000 panels for these two distributions were similar (0.12232 for the random set vs.
0.12348 for the gp140 sequence set), suggesting that optimizing the diversity in the full gp140
sequence may not contain sufficient information for improving serum delineation accuracy
Fig 2. Identification of improved virus panels for NFP analysis. (A) Phylogenetic tree of full set of 132 HIV-1
strains used as a source for virus panel selection. (B) Schematic of virus panel evaluation using simulated sera.
Heatmaps show the relative prevalence of actual or predicted antibody specificities in a given simulated serum,
highlighting the increased accuracy of NFP predictions when using panel A (red strains) vs. panel B (orange
strains). (C) Virus panel search methods using four different approaches (colored curves). For each approach,
shown are the relative frequencies (y-axis) of observing virus panels of size 20 with different levels of prediction
accuracy (x-axis, average serum delineation error, computed over a set of simulated sera for each virus panel).
Highlighted are the serum delineation errors for the published 21-strain panel (red) and the full 132-strain panel
(blue). (D) Virus panel size vs. prediction accuracy. Each dot represents the average serum delineation error of a
single virus panel, with grey bars representing mean and standard deviation for each virus panel size. Shown are
the top 5,000 virus panels for a search method and panel size.
doi:10.1371/journal.ppat.1006148.g002
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(Fig 2C). The epitope-derived virus panels appeared to have a more pronounced effect on
serum delineation accuracy, with the distribution for the top 5,000 clearly shifted toward lower
serum delineation errors, although the best of the epitope-derived panels had error rates com-
parable to the best randomly generated panels.
Finally, we performed a Monte Carlo-based optimization (see Materials and Methods) to
search for 20-strain panels with better performance. Indeed, all of the top 5,000 virus panels
from this optimization search were substantially better than the published 21-strain panel, the
full 132-strain panel, and the panels from any of the other search methods (Fig 2C).
Virus panel size vs. prediction accuracy. While virus panels of size 20 were previously
found to represent a good balance between experimental and computational requirements [4],
it is possible that panels of other sizes may have more optimal performance. To explore this
question, we applied the Monte Carlo-based optimization technique to search for virus panels
of size between 10 and 50, at increments of 5, and compared the top 5,000 panels for each
panel size (Fig 2D). The panels with size 10 performed notably worse than the other panel
sizes, and performance accuracy increased gradually for the panels of size 15–25. Panels of size
between 30 and 35 performed the best. Panels of size 40–50 showed slight decreases in perfor-
mance, although potentially this could be due to undersampling of the larger search space for
these panel sizes.
Performance advantages of optimized virus panels. To gain a better understanding of
the advantages of using optimized virus panels, we selected virus panel f61 (see Methods), a
promising candidate from the search for 20-strain panels, and compared its performance to
that of the published 21-strain panel for the test set of simulated sera (Figs 3 and S3). Panel f61
had high serum delineation accuracy, and contained viruses from diverse clades, in contrast to
the published panel which only contained viruses of clades A, B and C. While both panels were
able to recover at least one of the two component antibody specificities in virtually all cases
(>99% for both panels), f61 successfully identified both component antibody specificities in
almost twice as many cases as the 21-strain panel (63.4% vs. 32.5%, respectively) (Fig 3A). The
distributions of true and false positives per antibody specificity were also different for the two
panels (Figs 3B and S3D). For panel f61, the delineation algorithm successfully identified more
than 2/3 of the total number of occurrences (900) for all 10 of the antibody specificities in the
4,500 simulated sera. In contrast, for the published 21-strain panel, 7 of the 10 antibody speci-
ficities had less than 2/3 of the possible occurrences successfully identified. For both panels,
the identification of 2F5-like specificities had the lowest success rate; for panel f61, however,
the rate was similar to that of a number of other specificities, whereas for the 21-strain panel,
this rate was substantially lower, at less than 1/3 of the total number of occurrences of 2F5-like
specificities (Fig 3B). Of note, the false positive predictions were dominated by different speci-
ficities for each of the two panels: b12-like for panel f61 and 8ANC195-like for the 21-strain
panel (Fig 3B). However, the number of false positives were on average 27- and 21-fold lower
than the number of true positives for the f61 and 21-strain panels, respectively. Taken together,
these results confirmed the utility of both panels for use in NFP-based serum delineation, with
notable advantages of using the new f61 virus panel.
To further evaluate panel f61, we generated experimental neutralization data for that panel
against a set of monoclonal antibody combinations and polyclonal donor sera (Figs 4 and S6).
In the first set of experiments, pairs of antibodies were mixed in a 1:1 ratio to obtain pairwise
combinations, with one antibody chosen from each of 10 reference specificities. NFP was able
to predict a true positive signal for all combinations, and both specificities were successfully
identified in all but one of the combinations (Fig 4A). We further observed that the accuracy
of the NFP predictions was directly correlated with how dominant one of the antibodies was
in a given pair–as might be expected, accuracy decreased for mismatched pairs where one
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antibody was substantially more potent (and thus dominated the polyclonal neutralization sig-
nal) (Fig 4B). We also assessed the ability of NFP to identify signals in combinations where
antibodies were mixed in unequal ratios. To that end, we obtained neutralization data for pair-
wise combinations in a 2:1 ratio. Again, NFP identified a true positive signal for all combina-
tions, and the top NFP prediction corresponded to the more prevalent specificity for eight of
the ten combinations (Fig 4C). Overall, NFP identified at least one of the true specificities for
all twenty tested pairwise combinations, and both specificities for 75% of the tested combina-
tions (Fig 4D). Taken together, the analysis of the monoclonal antibody combination data sug-
gested that NFP is capable of identifying antibody specificities that are substantial contributors
to the neutralization signals of polyclonal sera.
Next, we evaluated panel f61 on data for eight serum samples with previously characterized
specificities (including bNAbs isolated from seven of the donors), and compared the resulting
NFP predictions to those from the published 21-strain panel (Fig 4E). For three of the sera
(NIAID 45, Z258, and rhesus CE8J), panel f61 yielded an exclusive signal for a specificity that
Fig 3. Computational comparison of f61, a selected 20-strain virus panel, to the published 21-strain
panel. Both panels were evaluated on the test set of simulated sera. (A) Percent of simulated sera with
one or two true positive (red) and one or two+ false positive (blue) signals. (B) Number of simulated sera with
true positive (red, out of a maximum of 900) and false positive (blue) signals for each of the ten antibody
specificities from the reference set (colored columns).
doi:10.1371/journal.ppat.1006148.g003
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Fig 4. NFP analysis of mAb combinations and donor sera for virus panel f61. (A) NFP predictions for ten pairwise mAb combinations (rows), 1:1
ratio. Values shown are the NFP delineation scores for each of ten antibody specificities (columns) in each mAb combination; colored heatmap is
proportional to the respective delineation scores. (B) Correlation between serum delineation error and strain-potency mismatch for the ten mAb pairs
from (A). (C) NFP predictions for ten pairwise mAb combinations, 2:1 ratio. (D) Agreement between NFP predictions and actual specificities for the
Next-Generation Neutralization Fingerprinting
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is known to be dominant in the given sample [9, 66–68]; the published 21-strain panel identi-
fied the respective specificities as well, but secondary signals were also observed, despite a lack
of experimental evidence suggesting multiple broadly neutralizing specificities. For donor
CAP206, the f61 panel identified a substantially stronger signal (compared to the published
21-strain panel) for the experimentally confirmed 10E8-like specificity [69], although a sec-
ondary signal was also observed. In the case of CAP255 and C38, only the f61 panel success-
fully identified signals for experimentally confirmed specificities (VRC01-like for C38 [68] and
PGT128-like for CAP255 [37]), whereas the 21-strain panel could not. For donor CAP256, the
expected PG9-like signals [14, 46] were successfully identified by both panels, although in both
cases signals for additional unconfirmed specificities were also observed. For donor CHAVI
0219, from which both PG9-like and VRC01-like antibodies have been isolated [18], the pub-
lished 21-strain panel only identified a PG9-like signal, while panel f61 was able to identify
both. This finding is in agreement with the advantages that we observed in the computational
assessment of panel f61 (Fig 3A), and specifically, with the improved ability of this panel to rec-
ognize multiple neutralization signals in polyclonal sera.
Identification of sera with potentially novel bNAb specificities
While many polyclonal responses against HIV-1 can be attributed to known antibody specific-
ities, new broadly neutralizing epitopes continue to be discovered [11, 12, 19] and there are
samples whose neutralizing activity cannot be explained by known specificities [35, 70]. The
first-generation of NFP algorithms, however, are only capable of predicting specificities that
are already part of the reference set of known antibodies (S1A Fig). To address this challenge,
we sought to develop algorithms for predicting the existence of dominant potentially novel
bNAb specificities in a given sample. To that end, we used virus panel f61 to generate simu-
lated sera with neutralization patterns that had virtually no correlation with any of the neutral-
ization fingerprints from the reference bNAb set (see Materials and Methods), and applied the
NFP algorithm to deconvolute these sera. We used normalized residual scores as a measure of
the fit between the neutralization fingerprints of the reference bNAbs and the neutralization
pattern of a given serum (see Materials and Methods). The residual scores for the sera with
unknown specificities were significantly different from the scores for the test set of sera with
known specificities (p<0.0001, Mann-Whitney test), with only minor overlap between the two
distributions (Fig 5A). In fact, ~95.5% of the sera with known specificities had residual scores
of at most -0.1 (median: -0.7704; range: -1.617 to 0.2605), whereas more than 98% of the sera
with unknown specificities had residual scores greater than -0.1 (median: 0.2172; range:
-0.2719 to 0.5527). These results confirmed that high NFP residual scores can indicate the exis-
tence of potentially novel specificities in a given serum.
Analysis of the predicted signals for the simulated sera with unknown specificities revealed
that b12-like signals were by far most common (~40%) (Fig 5B). This was in agreement with
the observation that the highest false positive rate for the sera with known specificities was for
b12-like signals (Fig 3B). To determine whether some specificities are more likely to be pre-
dicted as particular other specificities, we analyzed the correspondence between false negatives
and false positives in the set of simulated sera (S4 Fig). The results indicated that, for most of
the other specificities, b12-like signals were the most common false positives for sera with false
negatives. To determine whether the assignment to b12-like signals may preferentially occur
for limited-breadth sera that may share a large number of neutralization-resistant values with
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Fig 5. Prediction of potentially novel specificities and confidence scores in NFP analysis with virus panel f61. (A)
Histograms of residual scores for simulated sera with dominant known (green) vs. unknown (red) specificities. (B) Frequency of
predicted known antibody signals (colored) for simulated sera with unknown specificities. (C-E) Relationship between serum
delineation error (a measure of NFP prediction accuracy) and three confidence scores: (C) residual scores (for values of at least
-0.5), (D) median of the ten delineation scores, and (E) frequency of random signals for a set of simulated sera with dominant known
antibody specificities (dots). For each of the three confidence scores, higher values were generally associated with greater serum
delineation errors. (F) Complementarity of confidence scores. Shown are the frequency of random signals and median of
delineation scores for simulated sera (dots) with residual scores less than -0.1.
doi:10.1371/journal.ppat.1006148.g005
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the b12 fingerprints, we analyzed the variation in observed signals for increasing serum neu-
tralization breadth for the sera with unknown specificities (S5 Fig). The prediction frequency
of b12-like signals was generally similar for all levels of serum neutralization breadth, and simi-
lar consistencies were observed for the other nine specificities, with b12-like signals being the
most common for all levels of serum neutralization breadth (S5 Fig). Taken together, at least
in the case of virus panel f61, these results may indicate that the b12-like neutralization finger-
print can play a role as a sink for neutralization signals that may not be b12-related but that are
difficult for the NFP algorithm to deconvolute.
Confidence scores for the computational predictions
Even if a given polyclonal serum is dominated only by already known antibody specificities,
the NFP algorithm may in some cases still result in inaccurate predictions, in the form of, e.g,
false positives or false negatives (Fig 3). It would therefore be helpful to develop additional
algorithms that can estimate the confidence in the NFP predictions for a given serum. To that
end, we focused our analysis on the set of simulated sera with known specificities, in order to
identify potential markers of NFP prediction confidence. The residual scores discussed above
appeared to be a good indicator of prediction confidence, with high residual scores typically
associated with high serum delineation error (Fig 5C). In addition, the median of the delinea-
tion scores for a given serum was also found to be associated with the magnitude of the serum
delineation error (Fig 5D). Finally, we observed that the frequency with which random neu-
tralization fingerprint signals were observed for a given serum was also generally associated
with how accurate the computational predictions are (Fig 5E). The correlation between serum
delineation error with each of the three measures was significant (p<0.0001, Spearman).
Moreover, each of the three measures was able to contribute to the identification of less reliable
predictions not identified by the other two measures (Fig 5F).
To interrogate the usefulness of these scores for real data, we analyzed the results from
panel f61 for donor and rhesus macaque sera (Fig 4E), and observed that only the predictions
for donors CAP256, C38, and CAP255 were associated with lower confidence (S7 Fig), in
agreement with the existence of a relatively strong unconfirmed signal in these predictions
(Fig 4E). The scores for the other five donors were associated with high confidence (S7 Fig),
reflecting the agreement with the dominant signals for experimentally confirmed specificities
for these donors (Fig 4E). Taken together, these results suggest that residual scores, median of
delineation scores, and frequency of random signals can all be useful as criteria for determin-
ing the confidence in the NFP predictions.
Algorithm for cohort-level NFP analysis
Knowledge about the common specificities found in HIV-1 infected individuals and partici-
pants in vaccine trials can provide valuable insights into the interactions between virus and
host at the cohort, or even population, level. While it is possible to use experimental mapping
to delineate the antibody specificities observed in large cohorts [70], the efficiency of the neu-
tralization-based NFP approach makes it particularly well-suited to such large-scale, cohort-
level, analysis. To assess the applicability of NFP to cohort-level analysis, we developed a simu-
lation procedure in which multiple cohorts of simulated sera were generated, and the ability of
NFP to predict the overall prevalence of the different antibody specificities within each cohort
was evaluated (see Materials and Methods).
Initially, we focused on simulated cohorts in which half of the simulated sera had dominant
unknown antibody specificities, while the remaining sera in the cohort was divided in 1:1 ratio
of sera with one vs. two dominant known specificities (Fig 6A). Since f61 was not a subset of
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previously published large-panel serum-virus neutralization data [63], we applied our virus
panel search algorithm and identified an optimized 50-strain panel for use in the cohort-level
analysis (see Materials and Methods). We observed that using the original, first-generation,
NFP algorithms with the optimized virus panel resulted in slightly better overall accuracy com-
pared to the published 21-strain panel (Fig 6A, left and middle). To improve the results
Fig 6. Simulation of cohort-level analysis of polyclonal antibody responses. Three sets of NFP analyses were performed: (left)
original NFP algorithms with the published 21-strain panel, (middle) original NFP algorithms with a selected 50-strain panel, and (right)
next-generation NFP algorithms with the selected 50-strain panel. (A) Analysis for a simulated sample with 50% sera with potentially
novel specificities, and 25% each of sera with 1 or 2 dominant known specificities. For each antibody specificity from the reference set
(colored labels), shown are fold differences between actual and predicted prevalence in 1,000 samples of 200 sera each. Boxes
represent 25–75 percentiles of the data, with vertical bars corresponding to the 10–90 percentiles, and the median shown as a horizontal
line within each box. (B) Analysis for different distributions of simulated sera with known (rows) vs. potentially novel (columns)
specificities. Each value shown is the average of the median fold differences for each of the ten specificities given the respective
distribution of sera. Values are colored as a red-white heatmap.
doi:10.1371/journal.ppat.1006148.g006
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further, we applied the next-generation NFP algorithms, which use the same calculation of
delineation scores as the first-generation NFP algorithms, and then incorporate filters based
on residual scores, median of delineation scores, and frequency of random signals as described
above. In addition, we applied a procedure specifically designed to incorporate expected algo-
rithm accuracy into the cohort-level analysis (see Materials and Methods). This next-genera-
tion NFP analysis on average resulted in excellent agreement between predicted and actual
prevalence of the different antibody specificities within the samples of simulated sera (Fig 6A,
right). Notably, while the selection of an optimized virus panel resulted only in a slight im-
provement of the accuracy of the cohort-level analysis (p = 0.2754, Wilcoxon), the use of the
next-generation (as opposed to the first-generation) NFP algorithms led to a dramatic im-
provement in the results (p = 0.002, Wilcoxon).
Since the actual relative occurrence of donor sera with unknown specificities vs. sera with
known specificities is unclear and may vary depending on the specific cohort (e.g., duration of
infection, dominant HIV-1 subtypes, etc.), we next assessed different distributions of the simu-
lated serum samples, ranging from 0% to 50% occurrence of sera with unknown specificities,
with the remaining sera divided between sera with one vs. two dominant specificities (Fig 6B).
The first-generation NFP algorithms with the optimized virus panel outperformed the pub-
lished 21-strain panel for all of the different sample distributions (Fig 6B, left and middle). In
both cases, the worst performance was observed for samples with a high percentage of sera
with unknown specificities combined with sera with a single dominant known specificity. As
expected, the best performance was associated with samples consisting only of sera with one
dominant known specificity (and no sera with unknown or two known dominant specificities)
(Fig 6B, left and middle). In contrast, the next-generation NFP algorithms on average showed
excellent accuracy for all of the different sample distributions (Fig 6B, right). Taken together,
these results suggested that the next-generation NFP algorithms are appropriate for cohort-
level analysis of antibody responses against HIV-1.
Large-scale analysis of polyclonal antibody responses against HIV-1
We next sought to apply the next-generation NFP algorithms to the analysis of plasma samples
from a large collection of HIV-infected donors from diverse clades of infection. To that end,
we compiled published neutralization data for ~200 donors [63], which was then reduced to a
final set of 143 donors with neutralization breadth of at least 30% (Figs 7 and S8). Approxi-
mately one fifth of the sera were predicted to have dominant potentially novel specificities
(associated with high residual scores), while approximately one third of the sera were predicted
to have one or more dominant known specificities based on good confidence scores (Fig 7A
and 7B, and Materials and Methods). The predictions for the remaining approximately one
half of all sera were deemed inconclusive, since at least one of the respective confidence scores
was not within the defined threshold (Figs 7A and S8C, and Materials and Methods). For the
sera with predicted known specificities, all of the different types of known antibody specifici-
ties were observed, albeit with different frequencies (Fig 7B). Moreover, the specificity predic-
tions appeared to be associated, to an extent, with the clade of the donor’s infection (Fig 7B).
In the case of clade C plasmas, PGT128-like specificities were the most common, followed by
PG9-like and 10E8-like specificities, although the small number of clade-C samples may be a
limiting factor in this analysis. In contrast, 10E8-like signals were by far the most common in
clade-B samples (Fig 7B). In fact, although 10E8-like specificities were predicted in both clade-
B and non-clade-B samples, an enrichment of 10E8-like signals was observed in clade-B sam-
ples (Fig 7C). Overall, for the collection of samples analyzed here, 10E8-like specificities were
the most common, followed by PGT128-like and PG9-like specificities (Fig 7D). Taken
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Fig 7. Large-scale analysis of HIV-infected donors. (A) NFP predictions for 143 donor plasma were divided into three groups: plasma with dominant
known specificities, with potentially novel specificities, or with inconclusive delineation. (B) Delineated antibody specificities for the 50 plasma with
predicted dominant known specificities. Also shown are the clade of infection (A, B, C, D; 1: CRF 01; 7: CRF 07; NA: unknown), neutralization breadth,
as well as the three confidence scores, for each sample. The number of positive signals for clades B and C are shown at the bottom, with the ‘Other’
category including both non-B and non-C as well as samples with unknown clades. (C) Prevalence of 10E8-like signals in clade B vs. non-B samples. (D)
Overall prevalence of antibody specificities (thick bars) in the 50 samples from (B), and adjusted predictions after the application of the cohort-level NFP
algorithm (thin bars). The analysis was based on the selected 50-strain panel from Fig 6.
doi:10.1371/journal.ppat.1006148.g007
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together, these results show the potential of using the NFP approach for large-scale analysis of
antibody responses against HIV-1.
Discussion
Computational analysis of virus neutralization data is now an established method for mapping
the antibody specificities found in polyclonal responses against HIV-1. The success of NFP
and other computational approaches for analyzing the interactions between HIV-1 and the
immune system [4, 41, 58, 71] underlines the power and potential of computation to develop
transformative technologies with significant biological impact. One of the major challenges for
such approaches, however, has been the limited amounts of available data. In the case of NFP,
while matrices of several hundred virus strains against several hundred monoclonal or poly-
clonal antibodies are pushing the boundaries of what is feasible experimentally, advanced
computational techniques such as machine learning would benefit immensely from the existence
of substantially larger training datasets. To address this issue, we developed a framework for sim-
ulating polyclonal antibody responses. While antibody responses to HIV-1 are complex and
polyclonal [72], there is limited to no evidence to suggest that within any given serum there are a
large number of different antibody specificities that each achieve broad neutralization [12, 14,
18, 66]. We therefore elected to utilize simulations of pairwise monoclonal antibody combina-
tions in the current study, although the simulation framework here can be extended to accom-
modate higher-order polyclonal simulations. Advances in the modeling of neutralization data
(e.g., [73] or the addition of modeling for antibody synergism or antagonism) can lead to further
improvements in the simulation framework, and consequently, the accuracy of the predictive
algorithms. Overall, the ability to build general computational platforms that simulate or mimic
experimental assays of interest (such as antibody-virus neutralization data) can provide an effi-
cient means to generate otherwise infeasible large-scale datasets, opening the door for new tech-
nology developments and novel biological insights.
Here, we developed next-generation technology that addresses a number of key challenges,
significantly advancing the utility of the neutralization-based NFP approach and enabling the
investigation of important new biological questions, for analysis both at the individual donor
level and for entire cohorts. These two types of analyses, however, have notably different goals.
At the individual donor level, the primary goal is the successful identification of antibody neu-
tralization signals in a given polyclonal response, typically with the goal of performing subse-
quent antibody isolation and characterization. Improving the accuracy and confidence in the
computational predictions is thus essential for this type of analysis. To that end, we developed
methods for the identification of sera with potentially novel specificities, as well as for assessing
the confidence in the computational predictions for a given sample. In addition, we developed
an approach for selecting viral strains for neutralization experiments that improve the ability
of the algorithm to predict component antibody specificities in polyclonal responses. Virus
panel size and selection was found to be significant for the accuracy of the NFP predictions—
for example, the delineation for donor CAP256 (also called 100256), was much cleaner (a sin-
gle positive PG9-like signal) when using a 50-strain panel vs. either the 20-strain f61 or the
published 21-strain panel (Figs 4E and 7B). However, while our results indicated that increas-
ing the size of the virus panels, at least up to a certain level, may contribute significantly to the
accuracy of the computational predictions, practical considerations such as limited sample
availability or feasibility of large-scale neutralization experiments may in many cases still
necessitate the use of virus panels of size 20 or less, which can still exhibit excellent levels of
prediction accuracy. In addition, the large 132-strain panel was found to be less optimal for
NFP analysis compared to many smaller-size panels identified in our search. This observation
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could potentially be due to favoring broader vs. weaker antibodies when using large panels, or
to an increased unnecessary redundancy in large panels. Since the NFP method is affected, in
part, by the ability to discriminate between the neutralization fingerprints of antibodies with
different epitopes vs. antibodies with similar epitopes, it is not surprising that ad hoc selection
of virus strains may not lead to optimal prediction accuracy. Overall, the results from the virus
panel analysis performed here emphasize the importance of virus panel selection for neutrali-
zation analysis. Generally, the virus panel selection method here can be adapted to the particu-
lar problem at hand, such as selecting a subset of strains from already existing neutralization
data, or performing clade-specific strain selection. In addition, as novel anti-HIV antibodies
continue to be discovered and thereby improve our understanding of the major neutralizing
epitopes, this method provides a framework for assessing virus panels to be used with alternate
sets of antibodies as templates for serum specificities.
At the cohort or population level, the primary goal is to accurately predict the overall preva-
lence of different types of antibody specificities in the analyzed samples. To achieve this, in
addition to the technology developed for improving individual-level analysis, we introduced
new algorithms specifically designed for handling collections of samples. A potential addi-
tional application of population-level analyses would be for quantifying the advantages of
using the NFP method for serum delineation. For example, by using the predicted frequency
of occurrence of the different bNAb specificities (Fig 7D), the probability of choosing the cor-
rect signals for individual donor sera can be computed: e.g., 0.016 for identifying a single posi-
tive (VRC01-like) signal for donor 45 and 0.006 for identifying two signals (VRC01-like and
PG9-like) for CHAVI 0219. Such quantification analyses can further underline the utility of
using the NFP approach for delineating polyclonal antibody responses to HIV-1 infection.
The large-scale HIV-infected cohort analysis provides initial evidence that NFP can be
adapted to cohort-level analysis, although some interesting trends, such as potentially clade-
specific variation of the predicted antibody responses, were also observed with the data in the
current study. In particular, the high frequency of 10E8-like signals was an interesting observa-
tion (Fig 7B and 7D). While NFP analysis of additional HIV infection cohorts and further
experimental mapping will help clarify the overall prevalence of 10E8-like antibodies, the fact
that false positive 10E8-like signals were not common in our simulations of sera consisting of
known bNAbs (S8B Fig) and the various filters applied to remove sera with potentially inaccu-
rate predictions, act in support of the bNAb prevalence observations for the samples shown in
Fig 7B. Expanding the population-level analysis to a larger set of samples, with increased diver-
sity that more closely reflects the actual global distribution of infections, will be informative
for deciphering potential relationships between the phenotype of the neutralizing antibody
response and the genetic characteristics of the infecting virus. Ultimately, such analyses can
help guide the design of epitope-specific HIV-1 vaccines that are tailored to take into account
the prevalence of infecting clades within a specific geographic region.
Materials and Methods
Neutralization data
Single round of replication Env-pseudoviruses were prepared, titered and used to infect TZM-
bl target cells (obtained from George Shaw, University of Pennsylvania) as described previ-
ously [74]. Neutralization data of monoclonals was determined using a panel of ~200 geo-
graphically and genetically diverse Env-pseudoviruses representing the major subtypes and
circulating recombinant forms. The data were calculated as a reduction in luminescence units
compared with control wells, and reported as half-maximum inhibitory concentration (IC50)
in micrograms per milliliter for monoclonal antibodies, or reciprocal dilution (ID50) for serum
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samples. Since the antibody-virus neutralization matrix had missing data (i.e., no available
data for a subset of the antibody-virus pairs), the initial set of ~200 HIV-1 strains was filtered
to the largest common subset of strains with data for antibodies from all known major broadly
neutralizing epitopes. That subset was further filtered to exclude strains for which data showed
they were easy to neutralize by polyclonal samples or by weakly neutralizing monoclonal antibod-
ies, as well as strains that had been noted to have yielded inconsistent data in previous experi-
ments with serum. This filtering process resulted in a panel of 132 strains that were used in the
analysis. The reference set of bNAb specificities was constructed to include antibodies from the
known major sites of vulnerability. Specifically, antibodies were grouped into ten epitope-specific
clusters, with each cluster represented by one or more antibodies. An antibody neutralization
breadth of at least 30% was used as a cutoff for inclusion in the reference antibody dataset. Fur-
ther, only one antibody from a given lineage was included in the reference set, and multiple
repeats of the same antibody-virus neutralization data were averaged. The final reference set con-
sisted of 22 antibodies with well-characterized epitopes, as follows: CD4 binding site—VRC01-
like: VRC01, VRC27, VRC-CH31, VRC-PG20, VRC-PG04, VRC23, 12A12, 3BNC117; b12-like:
b12; HJ16-like: HJ16. V1V2 apex—PG9-like: PG9, PGT145, CH01. Glycan-V3—PGT128-like:
PGT121, PGT128, PGT135. Membrane-proximal external region - 2F5-like: 2F5; 10E8-like:10E8,
4E10. The gp120-gp41 interface - 35O22-like: 35O22; 8ANC195-like: 8ANC195; PGT151-like:
PGT151. These ten antibody groups differed compared to [4], reflecting the discovery of new
broadly neutralizing antibody epitope specificities since the original NFP publication. For each
antibody, the neutralization fingerprint was defined as the IC50 values for that antibody against
the set of HIV-1 strains. Neutralization data against selected viral strains was generated for the
following serum samples: NIAID 45 and Z258 (from Mark Connors, NIAID), C38 (from VRC,
NIAID), Rhesus CE8J (from Malcolm Martin, NIAID), CAP256, CAP255, and CAP206 (from
Lynn Morris, CAPRISA), and CHAVI 0219 (from Barton Haynes, Duke-CHAVI-ID).
NFP analysis of polyclonal antibody neutralization
The prediction of antibody specificities from polyclonal neutralization was performed as
described previously [4] (S1A Fig). Briefly, polyclonal neutralization on a set of HIV-1 strains was
represented as a combination of the neutralization fingerprints of the ten epitope-specific clusters
from the antibody reference set. The ten epitope-specific clusters were formed by performing
antibody clustering based on the neutralization fingerprints, as described previously [4]. A least-
squares fitting procedure was then used to estimate the relative contribution to polyclonal neu-
tralization of each of the ten epitope-specific antibody specificities. Effectively, for a given serum,
this procedure results in a list of ten coefficients (one for each antibody specificity), each ranging
from 0 to 1, that sum to 1; output coefficients (referred to as delineation scores for each antibody
specificity) of more than 0.25 were considered as positive signals, therefore allowing at most four
positive signals in any given serum. A new Octave implementation of the algorithm was used,
and additional functionality and scripts were implemented in Mathematica and Java. The next-
generation NFP technology uses the same polyclonal specificity prediction module as the original
NFP [4]. However, the next-generation NFP incorporates a number of new algorithms compared
to the original NFP: algorithms for predicting the presence of potentially novel specificities; algo-
rithms for reporting prediction confidence scores; algorithms for population-level analysis; and
algorithms for selection of improved virus panels for neutralization experiments.
Generation of simulated sera
Simulated sera were generated as pairwise bNAb combinations that mixed equal amounts of
an antibody representative from two of the ten epitope-specific antibody groups. Two sets of
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4,500 simulated sera were generated: (i) one set of sera was used as a training set for the virus
panel search procedure, while (ii) the other set was used as a test set for evaluating the perfor-
mance of candidate virus panels identified during the search. The training set included pairwise
combinations between antibodies from the reference set. The test set included an expanded set
of 56 antibodies that consisted of clonal variants of antibodies from the reference set, as well as
additional antibodies targeting epitopes that generally overlapped with, and showed similar neu-
tralization fingerprints to, one of the epitope-specific clusters from the reference set (S9 Fig). Of
note, the neutralization-based antibody clustering was not found to be dependent on the anti-
body neutralization breadth: antibodies with substantially different neutralization breadth were
successfully clustered close to the appropriate groups (for example, CAP256-VRC26.03 with
38% and PG9 with 79%); similar observations were made for antibody development intermedi-
ates with limited breadth [75]. Due to the limited number of bNAbs for which there exist large-
scale antibody-virus neutralization data, especially for classes where only one bNAb representa-
tive has been characterized (such as 35O22), it is not possible to avoid the inclusion of antibodies
in the test set of sera that are similar to or the same as the antibodies in the training set. However,
because of the fingerprint transformation methods for serum simulations (described below), the
training and test sets of sera would be diverse even if using the same set of bNAbs. In addition,
the expansion of the antibody set for the test sera allows for further improvement in serum diver-
sity. Analysis of the serum delineation error for the top 5,000 20-strain panels against test sera
that either include bNAb clonal relatives (the 56-antibody set described above) or include only a
single representative from each clonal group showed a significant correlation (p<0.0001, Spear-
man; S10 Fig). Overall, while the test set of sera are not optimal due to the use of antibodies that
overlap the training set, these test sera provide a useful quantitative measure for comparison of
virus panel performance.
For each pairwise combination, an antibody was selected from two of the ten epitope-spe-
cific clusters, and the neutralization fingerprint for the resulting combination was obtained as
follows. First, the neutralization fingerprint for each of the two antibodies was transformed
using a simulation of variability for the neutralization experiments. Specifically, a set of actual
experimental variability values observed for multiple repeats of the same neutralization experi-
ments (for example, for multiple repeats of the neutralization of strain YU2 by antibody
VRC01) was compiled; then for each n(a,v) (the measured neutralization IC50 value for anti-
body a against viral strain v), a scaling factor k1 was obtained from a distribution formed by
the set of experimental variability values (using the EmpiricalDistribution function of Mathe-
matica). Next, the potency of the resulting adjusted fingerprints for each of the two antibodies
were scaled by a random factor k2 between 1/10 and 10, where k2 was constant for all n(a,v) for
antibody a in the selected antibody pair. These two transformations (to account for experi-
mental variability and to incorporate a notion of potency variation between antibodies with
similar epitopes) aim at increasing the diversity of the simulated fingerprints. Finally, the two
transformed fingerprints were combined by taking the minimum of the two neutralization val-
ues for each of the HIV-1 strains, in order to obtain the neutralization fingerprint for the simu-
lated serum. Specifically, given two selected antibodies a1 and a2 and a specific viral strain v,
the neutralization value for the simulated serum for the combination of a1 and a2 is computed
as: min [t(n(a1,v)), t(n(a2,v))], where t(x) = k1 k2 x is the transformation of the original anti-
body-virus neutralization data x, as described above.
Taking the minimum of the two neutralization values for an antibody pair within a combi-
nation is a modeling simplification of monoclonal antibody interactions in polyclonal sera. In
reality, antibodies in serum would have complex interactions that could be antagonistic (such
as for antibodies that bind to different, incompatible, Env conformations), synergistic, or in
some cases–independent. Ideally, a serum simulation model would be able to accurately
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account for such interactions, but current knowledge about the determinants of these interac-
tions is limited, and such model improvements will be the aim of future work on simulating
polyclonal serum neutralization. Nevertheless, despite the modeling simplifications, the excel-
lent agreement between simulated and actual neutralization fingerprints (Figs 1B and S2B)
suggests that the current model is appropriate for modeling serum simulations. Interestingly,
for two antibody combinations in which the two antibodies in each combination had similar
or overlapping epitopes (VRC01+HJ16 and 2F5+10E8, Fig 4A), the experimentally determined
and the computationally predicted neutralization values were in excellent agreement (Spear-
man correlations of 0.96 and 0.98, respectively), further underlining the feasibility of the pro-
posed serum simulation procedure. The generated simulated sera represented diverse levels of
neutralization breadth (S2C and S3B Figs).
Sera with potentially novel (or unknown) specificities were computed by identifying ran-
dom neutralization fingerprints that, for a given virus panel, had low (<0.2) Spearman correla-
tion with any of the antibody neutralization fingerprints from the reference set; a total of
10,000 such simulated sera were used in the analysis. While it is possible to specifically opti-
mize virus panels for detection of novel specificities, we used virus panel f61 for this analysis
because of its improved performance with the known bNAb specificities, which would likely
be commonly found in serum analysis.
Computation of serum delineation error
For a given virus panel, reference antibody set, and simulated sera, the average serum delinea-
tion error was computed as follows. For each simulated serum, the NFP algorithm was applied
to generate predictions about the neutralization prevalence of each of the antibody specificities
from the reference set: we refer to these predictions as the NFP delineation scores. The serum
delineation error for a given simulated serum was then computed as the RMSD between the
NFP delineation scores and the actual antibody composition in that serum. The average serum
delineation error was computed as the average of the RMSD’s for the entire set of sera. The
serum delineation error was used as a measure to determine the prediction accuracy of a given
virus panel.
Virus panel search
Several methods were used for searching for optimized virus panels of size 20. Random search.
Virus panels were generated by randomly selecting subsets of size 20 from the 132 strains.
Sequence diversity. HIV-1 Env sequence analysis for the 132 strains was performed either for
all residues between 1–683 or only for a subset of the residues that were found to be part of
antibody epitopes from antibody-antigen complex structures. In each case, the selected Env
sub-sequences were grouped into 20 clusters based on sequence similarity [4]. The A search
algorithm [65] was then applied by constraining enumeration of candidate panels to include a
single strain from each of the 20 clusters. Given these constraints, the A algorithm generated
a set of virus panels with optimized sequence diversity. Monte Carlo-based optimization search.
Multiple starting points were each initialized to a random selection of 20 strains from the full
set of 132 strains, and an optimization search was performed for each starting point. For each
starting point, each step of the search procedure consisted of randomly replacing one of the
strains in the current 20-strain panel, and retaining the new panel if a success criterion was
achieved, or otherwise discarding the replacement and keeping the previous panel. The success
criterion was determined by comparing the prediction accuracy (serum delineation error)
over the set of training sera for the new vs. previous panel: the new panel was retained either if
its prediction accuracy was better, or with a probability dependent on the difference in
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prediction accuracy between the two panels. For each search method, a selected set of top virus
panels was evaluated on the independent set of test sera that was not used during the search
procedure.
When selecting a specific virus panel for neutralization experiments, additional criteria
could be utilized, such as ability to use neutralization fingerprints to successfully cluster anti-
bodies consistent with epitope similarity (S3A Fig), clade distribution of selected strains, rate
of false positive predictions, minimum antibody neutralization breadth over the given panel,
etc. In particular, an antibody clustering procedure analogous to the procedure described in
[4] can be used for filtering out candidate virus panels that do not correctly cluster the neutral-
ization fingerprints of antibodies according to epitope similarity. Specifically, for a given virus
panel, neutralization-based antibody clustering is performed using the Agglomerate function
in Mathematica with default parameters (squared Euclidean distance and single linkage). The
resulting hierarchical clustering is then compared to the ten pre-defined epitope-specific anti-
body groups by using the ClusterSplit function in Mathematica, and virus panels that misclas-
sify antibodies (e.g., S3A Fig) are discarded from further consideration.
In the case of the 20-strain virus panel f61, that panel was selected based on a combination
of criteria, including a good (though not the best) serum delineation accuracy among the
panels identified in the 20-strain panel optimization search, ability to correctly cluster the neu-
tralization fingerprints of reference bNAbs according to epitope specificity (S3A Fig), high
minimum bNAb neutralization breadth (to allow for a non-negligible serum neutralization
signal from each respective antibody group), and sequence diversity (for example, presence of
at least two strains each of clades A, B, and C), among others.
Computation of strain-potency mismatch for mAb pair
For a given pair of monoclonal antibodies a1 and a2, the strain-potency mismatch value was
defined as the absolute value of the difference between the number of strains for which a1 is
more potent and the number of strains for which a2 is more potent. Pearson correlation and
p-value were computed for strain-potency dominance vs. NFP serum delineation error.
Computation of residual scores
For a given simulated serum, the residuals from the fit of the serum neutralization fingerprint
and the combination of reference-antibody fingerprints resulting from the NFP delineation
were computed. For a given virus panel, the residual score for a given serum was obtained as a
sum of two t-scores based on the computed residuals, divided by a factor of 1000: (a) a t-score
computed over the set of sera with known specificities, and (b) a t-score computed over the set
of sera with potentially novel (or unknown) specificities.
Computation of confidence scores
In addition to residual scores, two other scores were defined as means to estimate the confi-
dence in the computational predictions for a given serum. Median of delineation scores: com-
puted as the median of the NFP delineation scores for the ten specificities from the reference
antibody set. Frequency of random signals: For a given serum, the frequency of random neu-
tralization signals was computed as follows. The reference set of ten epitope-specific antibody
specificities was expanded to include an eleventh specificity. For each serum, NFP delineation
was performed by incorporating, separately, each of the (10,000) random neutralization finger-
prints for simulated sera with unknown specificities as the eleventh reference specificity. Then,
for each serum, the frequency of random signals was computed as the fraction of cases in
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which the eleventh (random) specificity had a positive signal, within the 10,000 NFP runs for
the given serum.
Algorithm for cohort-level NFP analysis
Sets of sera, either with unknown antibody specificities or with 1 or 2 dominant known anti-
body specificities (with the assumption that sera with more than 2 dominant broadly neutraliz-
ing specificities would not be common [12, 14, 18, 66]), were generated using the algorithms
described above. From these, multiple simulations, with different fractions of sera with
unknown specificities vs. sera with 1 or 2 known antibody specificities, were performed. In
each simulation, a sample size of 200 sera was used. Sera with unknown specificities were
allowed to represent 0 to 50%, at increments of 10%, of the 200 sera, while the remaining set of
sera was distributed between sera with 1 vs. 2 specificities at a ratio ranging from 0:100% to
100:0%, at steps of 10%. For a fixed distribution of serum specificities, 1,000 samples of 200
sera each were generated. NFP analysis was performed for each of the 1,000 samples, and the
prediction accuracy for the prevalence of each of the ten antibody specificities was computed
as follows. For each of the 1,000 samples, the ratio of the NFP-predicted prevalence of a given
antibody specificity and the actual prevalence in the respective set of simulated sera (after fil-
tering of sera based on confidence scores, if using the next-generation NFP) was reported as
the fold difference between actual and predicted prevalence for a given antibody specificity.
The fold differences were presented either as detailed box plots (Fig 6A) or their medians were
normalized on a 0–1 scale (setting fold differences >1 to 1/fold difference) and averaged over
all ten antibody specificities (Fig 6B). For the next-generation NFP algorithms, an adjustment
procedure was developed that incorporated the expected prediction accuracy for each of the
ten antibody specificities for a given virus panel. The expected prediction accuracy ei for a
given antibody specificity i was determined by the true/false positive rate as determined on the
test set of pairwise simulated sera (e.g., S8B Fig), which was independent from the simulated
sera described in this section. Specifically, ei was defined as the ratio ti/(ni+ti), where ti is the
number of sera with (a) two predicted positive signals and (b) a positive signal for specificity i;
and ni is the number of false negative sera for specificity i. In effect, ei allows us to estimate the
false negative rate from the observed frequency of positive signals for specificity i in sera that
are predicted to have two positive signals. To apply the adjustment procedure in prospective
cohort-level analysis, the frequency fi of a given antibody specificity i, for sera with two positive
signals, was computed as xi/ei, where xi is the number of sera with positive signals for specific-
ity i. This frequency was then combined with the (unadjusted) frequencies for the remaining
sera (for which the number of positive signals was different from two), in order to obtain the
overall NFP-predicted frequency for a given antibody specificity.
Large-scale analysis of HIV-infected donors
HIV-1 neutralization for a set of 205 donor plasma was obtained from published data, which
also included information about the clade of infection [63, 76]. The 132 strains from the
monoclonal antibody dataset described above were compared to the strains from the plasma
dataset, and a common panel of 69 strains was selected (S8A Fig). Plasma samples with missing
data for the 69 common strains were discarded from the analysis, resulting in a set of 189 sam-
ples. A virus panel search for optimized NFP accuracy was performed, and a panel of size 50
with reduced false positive rates was selected for the plasma analysis (S8A and S8B Fig). We
specifically selected a panel with reduced false positives, in order to facilitate the estimation of
specificities at a population level given the individual predictions (see section above). Samples
with less than 30% neutralization breadth were discarded from further analysis (since the
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information content for sera with low neutralization breadth does not permit accurate delinea-
tion of the polyclonal signal), resulting in a final set of 143 plasma for analysis by the next-gen-
eration NFP algorithms. A residual score cutoff of greater than 0.085 (greater than the max for
all simulated sera with known dominant specificities, for the selected 50-strain panel) was used
for predicting plasma with potentially novel specificities. Cutoffs of less than or equal to -0.1
for residual scores, 0.06 for the frequency of random signals, and 0.065 for the median of the
delineation scores were used for dividing the remaining plasma samples into samples pre-
dicted to have dominant known specificities and samples with inconclusive delineation.
Statistical methods
GraphPad Prism, Octave, and Mathematica scripts were used for performing statistical
analysis.
Data deposition
Data deposited in the Dryad repository: http://dx.doi.org/10.5061/dryad.c73q1 [77]
Supporting Information
S1 Fig. Next-generation neutralization fingerprinting algorithms. (A) Schematic of the NFP
approach. Polyclonal serum neutralization is represented as a combination of the neutraliza-
tion fingerprints of a discrete set of epitope-specific antibody clusters. Neutralization data is
displayed as a heatmap, with each colored box representing the neutralization potency against
a single virus. (B) Comparison between algorithm features for the original vs. next-generation
NFP algorithms. Features that are different from the original NFP and new features not in the
original NFP are highlighted in green.
(PDF)
S2 Fig. Neutralization fingerprinting analysis of monoclonal antibody combinations. (A)
Neutralization fingerprinting analysis of experimental antibody combinations of 2, 3, and 4
broadly neutralizing antibodies. For each antibody combination, the NFP algorithm was
applied to predict component antibody specificities. (B) Neutralization data and Spearman
correlation coefficients for simulated and experimentally determined combinations of anti-
body pairs. For each antibody pair (bar), the experimental (left) and simulated (right) neutrali-
zation potency is shown for a set of 125 HIV-1 strains (rows), with heatmap colored according
to potency (white for no neutralization; green-yellow-red for increasing potency). (C) Neutral-
ization breadth of simulated sera.
(PDF)
S3 Fig. Selection of 20-strain panel f61 and computational comparison to the published
21-strain panel. (A) Example of neutralization-based antibody clustering for two arbitrary
virus panels. The clustering on top has a better agreement with known antibody epitopes than
the clustering at the bottom, in which examples of misclassified antibodies are highlighted
with arrows. (B) Neutralization breadth of simulated sera for panel f61. (C) (top) Names and
clades for the strains from virus panel f61 (left) and the published 21-strain panel (right). (bot-
tom) The respective strains are highlighted (red) on a phylogenetic tree for the set of 132
strains used in the panel search; for the published 21-strain panel, shown are the 17 strains that
overlap with the 132-strain panel. (D) Detailed view of true positive (red) and false positive
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S4 Fig. Correspondence between false negative and false positive specificities in simulated
sera with known specificities for virus panel f61. For all simulated sera with false negative
signal for a given specificity (rows), shown is the frequency of having a false positive signal for
each of the other specificities (columns). Values in a row add up to 1. A larger frequency within
a row could indicate that the given specificity is more likely to be erroneously substituted in
the prediction by the specificity shown in the respective column (for example, a false negative
for PGT151-like was almost exclusively associated with a false positive for b12-like signals).
(PDF)
S5 Fig. Frequency of bNAb signals predicted in analysis of sera with unknown specificities
for virus panel f61. Simulated sera with unknown specificities were grouped based on percent
neutralization breadth (x-axis), and the fraction of sera (y-axis) with an NFP prediction for
each of the reference bNAb specificities (color dots/lines) was calculated for each serum group.
For each bNAb specificity, the fraction of sera with positive signals for that specificity was gen-
erally consistent for all serum groups.
(PDF)
S6 Fig. Neutralization data for experimental monoclonal antibody combinations (IC50
values, top) and donor sera (ID50 values, bottom) against virus panel f61. The heatmap
is colored according to potency (white for no neutralization; green-yellow-orange-red for
increasing potency).
(PDF)
S7 Fig. Confidence scores for eight donor sera with virus panel f61. Prediction confidence
was calculated for the sera presented in Fig 4E. (A) Residual scores for the eight donor sera
(dotted lines, labeled) are plotted against the scores for simulated sera with dominant known
vs. unknown antibody specificities. (B) Frequency of random signals (y-axis) vs. median of
delineation scores (x-axis) for the set of simulated sera with dominant known specificities
(black dots) and the eight donor sera (red dots). With the exception of CAP256, CAP255, and
C38, the dots for the other donor sera overlap near the origin. (C) Table with serum confidence
scores from (A,B), and epitope specificity of antibodies isolated from the donors, with corre-
sponding references. Higher values for the confidence scores are associated with lower confi-
dence in the NFP predictions for a given serum.
(PDF)
S8 Fig. Algorithm for and application of population-level NFP analysis. (A) Phylogenetic
tree of the full 132-strain panel, highlighting the 69 strains (green) in common with the neu-
tralization data for the large-scale HIV-infected donor analysis, as well as the selected 50-strain
panel (red) for NFP analysis. (B) True positive (red) and false positive (blue) signals on simu-
lated sera with the selected 50-strain panel. (C) Delineation and confidence scores for plasma
characterized as inconclusive (grey labels) or with a predicted dominance of potentially novel
specificities (orange labels). The delineation scores are shown only for reference here since
they were classified as less or not reliable compared to the 50 samples with predicted dominant
known specificities.
(PDF)
S9 Fig. Neutralization fingerprint-based antibody clustering for the extended set of anti-
bodies used for generation of the test set of simulated sera. Data from multiple repeats of
the neutralization experiments for some antibodies were included as separate datapoints. Anti-
bodies are colored according to their epitope specificity.
(PDF)
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S10 Fig. Serum delineation accuracy of top 5,000 virus panels of size 20 on a test set of sera
that does (x-axis) or does not (y-axis) include bNAb clonal relatives.
(PDF)
Acknowledgments
We thank Ms. A. Harrison, and members of the Structural Biology Section and Structural Bio-
informatics Core, Vaccine Research Center, for discussions and comments on the manuscript.
This work was conducted in part using the resources of the Advanced Computing Center for
Research and Education (ACCRE) at Vanderbilt University and the NIH HPC Biowulf cluster.
Author Contributions
Conceived and designed the experiments: ISG NADR HRAT.
Performed the experiments: NADR HRAT RSR SDS MSS RTB GYC MKL KM SO FW ISG.
Analyzed the data: NADR HRAT RSR SDS MSS RTB GYC MKL KM SO FW PDK JRM ISG.
Contributed reagents/materials/analysis tools: VC RK MKL SSAK MC BFH MAM DCM
LM JO.
Wrote the paper: NADR HRAT JRM LM JMB ISG.
References
1. Pancera M, Zhou T, Druz A, Georgiev IS, Soto C, Gorman J, et al. Structure and immune recognition of
trimeric pre-fusion HIV-1 Env. Nature. 2014; 514(7523):455–61. doi: 10.1038/nature13808 PMID:
25296255
2. Korber B, Gaschen B, Yusim K, Thakallapally R, Kesmir C, Detours V. Evolutionary and immunological
implications of contemporary HIV-1 variation. Br Med Bull. 2001; 58:19–42. Epub 2001/11/21. PMID:
11714622
3. Karlsson Hedestam GB, Fouchier RAM, Phogat S, Burton DR, Sodroski J, Wyatt RT. The challenges of
eliciting neutralizing antibodies to HIV-1 and to influenza virus. Nat Rev Micro. 2008; 6(2):143–55.
4. Georgiev IS, Doria-Rose NA, Zhou T, Kwon YD, Staupe RP, Moquin S, et al. Delineating antibody rec-
ognition in polyclonal sera from patterns of HIV-1 isolate neutralization. Science. 2013; 340(6133):751–
6. Epub 2013/05/11. doi: 10.1126/science.1233989 PMID: 23661761
5. Corti D, Langedijk JP, Hinz A, Seaman MS, Vanzetta F, Fernandez-Rodriguez BM, et al. Analysis of
memory B cell responses and isolation of novel monoclonal antibodies with neutralizing breadth from
HIV-1-infected individuals. PloS one. 2010; 5(1):e8805. doi: 10.1371/journal.pone.0008805 PMID:
20098712
6. Walker LM, Huber M, Doores KJ, Falkowska E, Pejchal R, Julien JP, et al. Broad neutralization cover-
age of HIV by multiple highly potent antibodies. Nature. 2011; 477(7365):466–70. Epub 2011/08/19.
doi: 10.1038/nature10373 PMID: 21849977
7. Walker LM, Phogat SK, Chan-Hui PY, Wagner D, Phung P, Goss JL, et al. Broad and potent neutraliz-
ing antibodies from an African donor reveal a new HIV-1 vaccine target. Science. 2009; 326(5950):285–
9. Epub 2009/09/05. doi: 10.1126/science.1178746 PMID: 19729618
8. Wu X, Zhou T, Zhu J, Zhang B, Georgiev I, Wang C, et al. Focused evolution of HIV-1 neutralizing anti-
bodies revealed by structures and deep sequencing. Science. 2011; 333(6049):1593–602. Epub 2011/
08/13. doi: 10.1126/science.1207532 PMID: 21835983
9. Wu X, Yang ZY, Li Y, Hogerkorp CM, Schief WR, Seaman MS, et al. Rational design of envelope identi-
fies broadly neutralizing human monoclonal antibodies to HIV-1. Science. 2010; 329(5993):856–61.
Epub 2010/07/10. PubMed Central PMCID: PMC2965066. doi: 10.1126/science.1187659 PMID:
20616233
10. Scheid JF, Mouquet H, Ueberheide B, Diskin R, Klein F, Oliveira TY, et al. Sequence and structural con-
vergence of broad and potent HIV antibodies that mimic CD4 binding. Science. 2011; 333(6049):1633–
7. Epub 2011/07/19. doi: 10.1126/science.1207227 PMID: 21764753
Next-Generation Neutralization Fingerprinting
PLOS Pathogens | DOI:10.1371/journal.ppat.1006148 January 4, 2017 25 / 29
11. Falkowska E, Le KM, Ramos A, Doores KJ, Lee JH, Blattner C, et al. Broadly Neutralizing HIV Antibod-
ies Define a Glycan-Dependent Epitope on the Prefusion Conformation of gp41 on Cleaved Envelope
Trimers. Immunity. 2014; 40(5):657–68. Epub 2014/04/29. doi: 10.1016/j.immuni.2014.04.009 PMID:
24768347
12. Huang J, Kang B, Pancera M, Lee JH, Tong T, Feng Y, et al. Broad and potent neutralization of HIV-1
by a human antibody that recognizes an intersubunit site on the envelope glycoprotein. Nature. 2014;
515(7525):138–42. doi: 10.1038/nature13601 PMID: 25186731
13. Huang J, Ofek G, Laub L, Louder MK, Doria-Rose NA, Longo NS, et al. Broad and potent neutralization
of HIV-1 by a gp41-specific human antibody. Nature. 2012; 491(7424):406–12. Epub 2012/11/16. doi:
10.1038/nature11544 PMID: 23151583
14. Doria-Rose NA, Schramm CA, Gorman J, Moore PL, Bhiman JN, DeKosky BJ, et al. Developmental
pathway for potent V1V2-directed HIV-neutralizing antibodies. Nature. 2014; 509(7498):55–62. Epub
2014/03/05.
15. Mouquet H, Scharf L, Euler Z, Liu Y, Eden C, Scheid JF, et al. Complex-type N-glycan recognition by
potent broadly neutralizing HIV antibodies. Proceedings of the National Academy of Sciences of the
United States of America. 2012; 109(47):E3268–77. Epub 2012/11/02. PubMed Central PMCID:
PMC3511153. doi: 10.1073/pnas.1217207109 PMID: 23115339
16. Sok D, van Gils MJ, Pauthner M, Julien J-P, Saye-Francisco KL, Hsueh J, et al. Recombinant HIV enve-
lope trimer selects for quaternary-dependent antibodies targeting the trimer apex. Proceedings of the
National Academy of Sciences. 2014. Epub 2014 Nov 24.
17. Bonsignori M, Hwang KK, Chen X, Tsao CY, Morris L, Gray E, et al. Analysis of a clonal lineage of HIV-
1 envelope V2/V3 conformational epitope-specific broadly neutralizing antibodies and their inferred
unmutated common ancestors. Journal of virology. 2011; 85(19):9998–10009. Epub 2011/07/29.
PubMed Central PMCID: PMC3196428. doi: 10.1128/JVI.05045-11 PMID: 21795340
18. Bonsignori M, Montefiori DC, Wu X, Chen X, Hwang KK, Tsao CY, et al. Two Distinct Broadly Neutraliz-
ing Antibody Specificities of Different Clonal Lineages in a Single HIV-1-infected Donor: Implications for
Vaccine Design. Journal of virology. 2012. Epub 2012/02/04.
19. Kong R, Xu K, Zhou T, Acharya P, Lemmin T, Liu K, et al. Fusion peptide of HIV-1 as a site of vulnerabil-
ity to neutralizing antibody. Science. 2016; 352(6287):828–33. doi: 10.1126/science.aae0474 PMID:
27174988
20. MacLeod Daniel T, Choi Nancy M, Briney B, Garces F, Ver Lorena S, Landais E, et al. Early Antibody
Lineage Diversification and Independent Limb Maturation Lead to Broad HIV-1 Neutralization Targeting
the Env High-Mannose Patch. Immunity. 2016; 44(5):1215–26. doi: 10.1016/j.immuni.2016.04.016
PMID: 27192579
21. Saunders KO, Pegu A, Georgiev IS, Zeng M, Joyce MG, Yang Z-Y, et al. Sustained Delivery of a
Broadly Neutralizing Antibody in Nonhuman Primates Confers Long-Term Protection against Simian/
Human Immunodeficiency Virus Infection. Journal of virology. 2015; 89(11):5895–903. doi: 10.1128/
JVI.00210-15 PMID: 25787288
22. Rudicell RS, Kwon YD, Ko S-Y, Pegu A, Louder MK, Georgiev IS, et al. Enhanced Potency of a Broadly
Neutralizing HIV-1 Antibody In Vitro Improves Protection against Lentiviral Infection In Vivo. Journal of
virology. 2014; 88(21):12669–82. doi: 10.1128/JVI.02213-14 PMID: 25142607
23. Pegu A, Yang Z-y, Boyington JC, Wu L, Ko S-Y, Schmidt SD, et al. Neutralizing antibodies to HIV-1
envelope protect more effectively in vivo than those to the CD4 receptor. Science translational medi-
cine. 2014; 6(243):243ra88–ra88. doi: 10.1126/scitranslmed.3008992 PMID: 24990883
24. Barouch D, Whitney J, Moldt B, Klein F, Oliveira T, Liu J, et al. Therapeutic efficacy of potent neutraliz-
ing HIV-1-specific monoclonal antibodies in SHIV-infected rhesus monkeys. Nature. 2013; 503:224–8.
doi: 10.1038/nature12744 PMID: 24172905
25. Moldt B, Rakasz E, Schultz N, Chan-Hui P, Swiderek K, Weisgrau K, et al. Highly potent HIV-specific
antibody neutralization in vitro translates into effective protection against mucosal SHIV challenge in
vivo. Proceedings of the National Academy of Sciences of the United States of America. 2012;
109:18921–5. doi: 10.1073/pnas.1214785109 PMID: 23100539
26. Balazs AB, Chen J, Hong CM, Rao DS, Yang L, Baltimore D. Antibody-based protection against HIV
infection by vectored immunoprophylaxis. Nature. 2012; 481(7379):81–4. Epub 2011/12/06. PubMed
Central PMCID: PMC3253190.
27. Klein F, Halper-Stromberg A, Horwitz JA, Gruell H, Scheid JF, Bournazos S, et al. HIV therapy by a
combination of broadly neutralizing antibodies in humanized mice. Nature. 2012; 492(7427):118–22.
doi: 10.1038/nature11604 PMID: 23103874
28. Shingai M, Nishimura Y, Klein F, Mouquet H, Donau O, Plishka R, et al. Antibody-mediated immuno-
therapy of macaques chronically infected with SHIV suppresses viraemia. Nature. 2013; 503:277–80.
doi: 10.1038/nature12746 PMID: 24172896
Next-Generation Neutralization Fingerprinting
PLOS Pathogens | DOI:10.1371/journal.ppat.1006148 January 4, 2017 26 / 29
29. Horwitz JA, Halper-Stromberg A, Mouquet H, Gitlin AD, Tretiakova A, Eisenreich TR, et al. HIV-1 sup-
pression and durable control by combining single broadly neutralizing antibodies and antiretroviral
drugs in humanized mice. Proceedings of the National Academy of Sciences. 2013; 110(41):16538–43.
30. Hessell AJ, Haigwood NL. Animal models in HIV-1 protection and therapy. Current Opinion in HIV and
AIDS. 2015; 10(3):170–6. doi: 10.1097/COH.0000000000000152 PMID: 25730345
31. West AP Jr., Scharf L, Scheid JF, Klein F, Bjorkman PJ, Nussenzweig MC. Structural Insights on the
Role of Antibodies in HIV-1 Vaccine and Therapy. Cell. 2014; 156(4):633–48. Epub 2014/02/18. doi: 10.
1016/j.cell.2014.01.052 PMID: 24529371
32. Mouquet H. Tailored immunogens for rationally designed antibody-based HIV-1 vaccines. Trends in
Immunology. 2015; 36(8):437–9. doi: 10.1016/j.it.2015.07.001 PMID: 26169255
33. Kwong PD, Mascola JR, Nabel GJ. Broadly neutralizing antibodies and the search for an HIV-1 vaccine:
the end of the beginning. Nat Rev Immunol. 2013; 13(9):693–701. doi: 10.1038/nri3516 PMID:
23969737
34. Jardine J, Julien J-P, Menis S, Ota T, Kalyuzhniy O, McGuire A, et al. Rational HIV Immunogen Design
to Target Specific Germline B Cell Receptors. Science. 2013; 340(6133):711–6. doi: 10.1126/science.
1234150 PMID: 23539181
35. Cortez V, Wang B, Dingens A, Chen MM, Ronen K, Georgiev IS, et al. The Broad Neutralizing Antibody
Responses after HIV-1 Superinfection Are Not Dominated by Antibodies Directed to Epitopes Common
in Single Infection. PLoS pathogens. 2015; 11(7):e1004973. Epub 2015/07/15. PubMed Central
PMCID: PMCPmc4497680. doi: 10.1371/journal.ppat.1004973 PMID: 26158467
36. Scharf L, Scheid JF, Lee JH, West AP Jr., Chen C, Gao H, et al. Antibody 8ANC195 Reveals a Site of
Broad Vulnerability on the HIV-1 Envelope Spike. Cell reports. 2014; 7(3):785–95. doi: 10.1016/j.celrep.
2014.04.001 PMID: 24767986
37. Gray ES, Madiga MC, Hermanus T, Moore PL, Wibmer CK, Tumba NL, et al. The neutralization breadth
of HIV-1 develops incrementally over four years and is associated with CD4+ T cell decline and high
viral load during acute infection. Journal of virology. 2011; 85(10):4828–40. Epub 2011/03/11. PubMed
Central PMCID: PMC3126191. doi: 10.1128/JVI.00198-11 PMID: 21389135
38. Gao F, Bonsignori M, Liao H-X, Kumar A, Xia S-M, Lu X, et al. Cooperation of B Cell Lineages in Induc-
tion of HIV-1-Broadly Neutralizing Antibodies. Cell. 2014; 158(3):481–91. doi: 10.1016/j.cell.2014.06.
022 PMID: 25065977
39. Permar SR, Fong Y, Vandergrift N, Fouda GG, Gilbert P, Parks R, et al. Maternal HIV-1 envelope–spe-
cific antibody responses and reduced risk of perinatal transmission. The Journal of Clinical Investiga-
tion. 2015; 125(7):2702–6. doi: 10.1172/JCI81593 PMID: 26053661
40. West AP Jr., Diskin R, Nussenzweig MC, Bjorkman PJ. Structural basis for germ-line gene usage of a
potent class of antibodies targeting the CD4-binding site of HIV-1 gp120. Proceedings of the National
Academy of Sciences of the United States of America. 2012. Epub 2012/06/30.
41. Chung Amy W, Kumar Manu P, Arnold Kelly B, Yu Wen H, Schoen Matthew K, Dunphy Laura J, et al.
Dissecting Polyclonal Vaccine-Induced Humoral Immunity against HIV Using Systems Serology. Cell.
2015; 163(4):988–98. doi: 10.1016/j.cell.2015.10.027 PMID: 26544943
42. Euler Z, van den Kerkhof TL, van Gils MJ, Burger JA, Edo-Matas D, Phung P, et al. Longitudinal Analy-
sis of Early HIV-1-Specific Neutralizing Activity in an Elite Neutralizer and in Five Patients Who Devel-
oped Cross-Reactive Neutralizing Activity. Journal of virology. 2012; 86(4):2045–55. Epub 2011/12/14.
doi: 10.1128/JVI.06091-11 PMID: 22156522
43. Hicar MD, Kalams SA, Spearman PW, Crowe JE Jr. Emerging studies of human HIV-specific antibody
repertoires. Vaccine. 2010; 28, Supplement 2:B18–B23.
44. Bar KJ, Tsao CY, Iyer SS, Decker JM, Yang Y, Bonsignori M, et al. Early Low-Titer Neutralizing Antibod-
ies Impede HIV-1 Replication and Select for Virus Escape. PLoS pathogens. 2012; 8(5):e1002721.
Epub 2012/06/14. PubMed Central PMCID: PMC3364956. doi: 10.1371/journal.ppat.1002721 PMID:
22693447
45. Tomaras GD, Binley JM, Gray ES, Crooks ET, Osawa K, Moore PL, et al. Polyclonal B Cell Responses
to Conserved Neutralization Epitopes in a Subset of HIV-1-Infected Individuals. Journal of virology.
2011; 85(21):11502–19. Epub 2011/08/19. PubMed Central PMCID: PMC3194956. doi: 10.1128/JVI.
05363-11 PMID: 21849452
46. Moore PL, Gray ES, Sheward D, Madiga M, Ranchobe N, Lai Z, et al. Potent and broad neutralization of
HIV-1 subtype C by plasma antibodies targeting a quaternary epitope including residues in the V2 loop.
Journal of virology. 2011; 85(7):3128–41. Epub 2011/01/29. PubMed Central PMCID: PMC3067856.
doi: 10.1128/JVI.02658-10 PMID: 21270156
47. Mikell I, Sather DN, Kalams SA, Altfeld M, Alter G, Stamatatos L. Characteristics of the earliest cross-
neutralizing antibody response to HIV-1. PLoS pathogens. 2011; 7(1):e1001251. Epub 2011/01/21.
PubMed Central PMCID: PMC3020924. doi: 10.1371/journal.ppat.1001251 PMID: 21249232
Next-Generation Neutralization Fingerprinting
PLOS Pathogens | DOI:10.1371/journal.ppat.1006148 January 4, 2017 27 / 29
48. Jardine JG, Ota T, Sok D, Pauthner M, Kulp DW, Kalyuzhniy O, et al. Priming a broadly neutralizing
antibody response to HIV-1 using a germline-targeting immunogen. Science. 2015; 349(6244):156–61.
doi: 10.1126/science.aac5894 PMID: 26089355
49. Dosenovic P, von Boehmer L, Escolano A, Jardine J, Freund NT, Gitlin AD, et al. Immunization for HIV-
1 Broadly Neutralizing Antibodies in Human Ig Knockin Mice. Cell. 2015; 161(7):1505–15. Epub 2015/
06/20. doi: 10.1016/j.cell.2015.06.003 PMID: 26091035
50. Walker LM, Simek MD, Priddy F, Gach JS, Wagner D, Zwick MB, et al. A limited number of antibody
specificities mediate broad and potent serum neutralization in selected HIV-1 infected individuals. PLoS
pathogens. 2010; 6(8)(8):e1001028. Epub 2010/08/12. PubMed Central PMCID: PMC2916884. doi:
10.1371/journal.ppat.1001028 PMID: 20700449
51. Gray ES, Taylor N, Wycuff D, Moore PL, Tomaras GD, Wibmer CK, et al. Antibody specificities associ-
ated with neutralization breadth in plasma from human immunodeficiency virus type 1 subtype C-
infected blood donors. Journal of virology. 2009; 83(17):8925–37. Epub 2009/06/26. doi: 10.1128/JVI.
00758-09 PMID: 19553335
52. Li Y, Svehla K, Louder MK, Wycuff D, Phogat S, Tang M, et al. Analysis of neutralization specificities in
polyclonal sera derived from human immunodeficiency virus type 1-infected individuals. Journal of virol-
ogy. 2009; 83(2):1045–59. Epub 2008/11/14. doi: 10.1128/JVI.01992-08 PMID: 19004942
53. Stamatatos L, Morris L, Burton DR, Mascola JR. Neutralizing antibodies generated during natural HIV-1
infection: good news for an HIV-1 vaccine? Nat Med. 2009; 15(8):866–70. Epub 2009/06/16. doi: 10.
1038/nm.1949 PMID: 19525964
54. Binley JM, Lybarger EA, Crooks ET, Seaman MS, Gray E, Davis KL, et al. Profiling the specificity of
neutralizing antibodies in a large panel of plasmas from patients chronically infected with human immu-
nodeficiency virus type 1 subtypes B and C. Journal of virology. 2008; 82(23):11651–68. Epub 2008/09/
26. doi: 10.1128/JVI.01762-08 PMID: 18815292
55. Dhillon AK, Donners H, Pantophlet R, Johnson WE, Decker JM, Shaw GM, et al. Dissecting the neutral-
izing antibody specificities of broadly neutralizing sera from human immunodeficiency virus type 1-
infected donors. Journal of virology. 2007; 81(12):6548–62. Epub 2007/04/06. doi: 10.1128/JVI.02749-
06 PMID: 17409160
56. Doria-Rose NA, Klein RM, Manion MM, O’Dell S, Phogat A, Chakrabarti B, et al. Frequency and pheno-
type of human immunodeficiency virus envelope-specific B cells from patients with broadly cross-neu-
tralizing antibodies. Journal of virology. 2009; 83(1):188–99. Epub 2008/10/17. PubMed Central
PMCID: PMC2612342. doi: 10.1128/JVI.01583-08 PMID: 18922865
57. Li Y, Migueles SA, Welcher B, Svehla K, Phogat A, Louder MK, et al. Broad HIV-1 neutralization medi-
ated by CD4-binding site antibodies. Nat Med. 2007; 13(9):1032–4. doi: 10.1038/nm1624 PMID:
17721546
58. Lacerda M, Moore PL, Ngandu NK, Seaman M, Gray ES, Murrell B, et al. Identification of broadly neu-
tralizing antibody epitopes in the HIV-1 envelope glycoprotein using evolutionary models. Virology Jour-
nal. 2013; 10(1):1–18.
59. Crooks ET, Tong T, Chakrabarti B, Narayan K, Georgiev IS, Menis S, et al. Vaccine-Elicited Tier 2 HIV-
1 Neutralizing Antibodies Bind to Quaternary Epitopes Involving Glycan-Deficient Patches Proximal to
the CD4 Binding Site. PLoS pathogens. 2015; 11(5):e1004932. Epub 2015/05/30. PubMed Central
PMCID: PMCPmc4449185. doi: 10.1371/journal.ppat.1004932 PMID: 26023780
60. Kong R, Louder MK, Wagh K, Bailer RT, deCamp A, Greene K, et al. Improving Neutralization Potency
and Breadth by Combining Broadly Reactive HIV-1 Antibodies Targeting Major Neutralization Epitopes.
Journal of virology. 2015; 89(5):2659–71. doi: 10.1128/JVI.03136-14 PMID: 25520506
61. Eroshkin AM, LeBlanc A, Weekes D, Post K, Li Z, Rajput A, et al. bNAber: database of broadly neutraliz-
ing HIV antibodies. Nucleic Acids Research. 2014; 42(D1):D1133–D9.
62. Chuang GY, Acharya P, Schmidt SD, Yang Y, Louder MK, Zhou T, et al. Residue-level prediction of
HIV-1 antibody epitopes based on neutralization of diverse viral strains. Journal of virology. 2013; 87
(18):10047–58. Epub 2013/07/12. PubMed Central PMCID: PMC3753990. doi: 10.1128/JVI.00984-13
PMID: 23843642
63. Hraber P, Seaman MS, Bailer RT, Mascola JR, Montefiori DC, Korber BT. Prevalence of broadly neu-
tralizing antibody responses during chronic HIV-1 infection. AIDS. 2014; 28(2):163–9. Epub 2013/12/
24. doi: 10.1097/QAD.0000000000000106 PMID: 24361678
64. Goo L, Chohan V, Nduati R, Overbaugh J. Early development of broadly neutralizing antibodies in HIV-
1-infected infants. Nat Med. 2014; 20(6):655–8. doi: 10.1038/nm.3565 PMID: 24859529
65. Georgiev I, Lilien RH, Donald BR. Improved Pruning algorithms and Divide-and-Conquer strategies for
Dead-End Elimination, with application to protein design. Bioinformatics. 2006; 22(14):e174–83. Epub
2006/07/29. doi: 10.1093/bioinformatics/btl220 PMID: 16873469
Next-Generation Neutralization Fingerprinting
PLOS Pathogens | DOI:10.1371/journal.ppat.1006148 January 4, 2017 28 / 29
66. Wu X, Zhang Z, Schramm Chaim A, Joyce MG, Do Kwon Y, Zhou T, et al. Maturation and Diversity of
the VRC01-Antibody Lineage over 15 Years of Chronic HIV-1 Infection. Cell. 2015; 161(3):470–85. doi:
10.1016/j.cell.2015.03.004 PMID: 25865483
67. Walker LM, Sok D, Nishimura Y, Donau O, Sadjadpour R, Gautam R, et al. Rapid development of gly-
can-specific, broad, and potent anti-HIV-1 gp120 neutralizing antibodies in an R5 SIV/HIV chimeric
virus infected macaque. Proceedings of the National Academy of Sciences of the United States of
America. 2011; 108(50):20125–9. Epub 2011/11/30. doi: 10.1073/pnas.1117531108 PMID: 22123961
68. Zhou T, Lynch RM, Chen L, Acharya P, Wu X, Doria-Rose NA, et al. Structural Repertoire of HIV-1-
Neutralizing Antibodies Targeting the CD4 Supersite in 14 Donors. Cell. 2015; 161(6):1280–92. Epub
2015/05/26. PubMed Central PMCID: PMCPMC4683157. doi: 10.1016/j.cell.2015.05.007 PMID:
26004070
69. Morris L, Chen X, Alam M, Tomaras G, Zhang R, Marshall DJ, et al. Isolation of a Human Anti-HIV gp41
Membrane Proximal Region Neutralizing Antibody by Antigen-Specific Single B Cell Sorting. PloS one.
2011; 6(9):e23532. doi: 10.1371/journal.pone.0023532 PMID: 21980336
70. Landais E, Huang X, Havenar-Daughton C, Murrell B, Price MA, Wickramasinghe L, et al. Broadly Neu-
tralizing Antibody Responses in a Large Longitudinal Sub-Saharan HIV Primary Infection Cohort. PLoS
pathogens. 2016; 12(1):e1005369. doi: 10.1371/journal.ppat.1005369 PMID: 26766578
71. Wang S, Mata-Fink J, Kriegsman B, Hanson M, Irvine Darrell J, Eisen Herman N, et al. Manipulating the
Selection Forces during Affinity Maturation to Generate Cross-Reactive HIV Antibodies. Cell. 2015; 160
(4):785–97. doi: 10.1016/j.cell.2015.01.027 PMID: 25662010
72. Scheid JF, Mouquet H, Feldhahn N, Seaman MS, Velinzon K, Pietzsch J, et al. Broad diversity of neu-
tralizing antibodies isolated from memory B cells in HIV-infected individuals. Nature. 2009; 458
(7238):636–40. Epub 2009/03/17. doi: 10.1038/nature07930 PMID: 19287373
73. Wagh K, Bhattacharya T, Williamson C, Robles A, Bayne M, Garrity J, et al. Optimal Combinations of
Broadly Neutralizing Antibodies for Prevention and Treatment of HIV-1 Clade C Infection. PLoS patho-
gens. 2016; 12(3):e1005520. doi: 10.1371/journal.ppat.1005520 PMID: 27028935
74. Sarzotti-Kelsoe M, Bailer RT, Turk E, Lin C-l, Bilska M, Greene KM, et al. Optimization and validation of
the TZM-bl assay for standardized assessments of neutralizing antibodies against HIV-1. Journal of
Immunological Methods. 2014; 409:131–46. doi: 10.1016/j.jim.2013.11.022 PMID: 24291345
75. Bonsignori M, Zhou T, Sheng Z, Chen L, Gao F, Joyce MG, et al. Maturation Pathway from Germline to
Broad HIV-1 Neutralizer of a CD4-Mimic Antibody. Cell. 2016; 165(2):449–63. doi: 10.1016/j.cell.2016.
02.022 PMID: 26949186
76. Hraber P, Korber BT, Lapedes AS, Bailer RT, Seaman MS, Gao H, et al. Impact of clade, geography,
and age of the epidemic on HIV-1 neutralization by antibodies. Journal of Virology. 2014; 88
(21):12623–43. doi: 10.1128/JVI.01705-14 PMID: 25142591
77. Doria-Rose NA, Altae-Tran HR, Roark RS, Schmidt SD, Sutton MS, Louder MK, et al. Data from: Map-
ping Polyclonal HIV-1 Antibody Responses via Next-Generation Neutralization Fingerprinting. Dryad
Digital Repository. 2016.
Next-Generation Neutralization Fingerprinting
PLOS Pathogens | DOI:10.1371/journal.ppat.1006148 January 4, 2017 29 / 29
